The length distribution of unigenes for C. chinense transcriptome assembly. 
Supplementary data
Figure S1 Total saponin contents from leaves, stems, and roots of C. chinense. Table S1 KEGG annotation of all unigenes. Table S5 GO terms from biological process ontology for leaf versus root in C. chinense. Table S6 GO terms from biological process ontology for stem versus root in C. chinense. Table S7 GO terms from molecular function ontology for leaf versus root in C. chinense. Table S8 GO terms from molecular function ontology for stem versus root in C. chinense. Protein processing in endoplasmic reticulum 1746 (2.33%) ko04141
Biosynthesis of amino acids 1669 (2.23%) ko01230
Phenylpropanoid biosynthesis 1655 (2.21%) ko00940
Starch and sucrose metabolism 1622 (2.17%) ko00500
Carbon metabolism 1593 (2.13%) ko01200
Purine metabolism 1503 (2.01%) ko00230
mRNA surveillance pathway 1391 (1.86%) ko03015
Pyrimidine metabolism 1324 (1.77%) ko00240
Ubiquitin mediated proteolysis 1169 (1.56%) ko04120
RNA degradation 993 (1.33%) ko03018
Amino sugar and nucleotide sugar metabolism 962 (1.29%) ko00520
Glycolysis / Gluconeogenesis 872 (1.17%) ko00010
Glycerophospholipid metabolism 818 (1.09%) ko00564
Galactose metabolism 811 (1.08%) ko00052
Peroxisome 780 (1.04%) ko04146
Glycerolipid metabolism 779 (1.04%) ko00561
RNA polymerase 774 (1.03%) ko03020
Phosphatidylinositol signaling system 704 (0.94%) ko04070
Oxidative phosphorylation 703 (0.94%) ko00190
Cysteine and methionine metabolism 657 (0.88%) ko00270
Ribosome biogenesis in eukaryotes 638 (0.85%) ko03008
Pentose and glucuronate interconversions 629 (0.84%) ko00040
Pyruvate metabolism 602 (0.8%) ko00620
Ascorbate and aldarate metabolism 602 (0.8%) ko00053
Phagosome 595 (0.8%) ko04145
Glutathione metabolism 582 (0.78%) ko00480
Inositol phosphate metabolism 581 (0.78%) ko00562
ABC transporters 571 (0.76%) ko02010
Cyanoamino acid metabolism 560 (0.75%) ko00460
Circadian rhythm -plant 550 (0.74%) ko04712
Fatty acid metabolism 529 (0.71%) ko01212
Aminoacyl-tRNA biosynthesis 506 (0.68%) ko00970
Arginine and proline metabolism 477 (0.64%) ko00330
Flavonoid biosynthesis 468 (0.63%) ko00941
Sphingolipid metabolism 465 (0.62%) ko00600
Nucleotide excision repair 449 (0.6%) ko03420
Tryptophan metabolism 448 (0.6%) ko00380
Glyoxylate and dicarboxylate metabolism 446 (0.6%) ko00630
Valine, leucine and isoleucine degradation 431 (0.58%) ko00280
Fatty acid degradation 428 (0.57%) ko00071
2-Oxocarboxylic acid metabolism 423 (0.57%) ko01210
Pentose phosphate pathway 417 (0.56%) ko00030
Carbon fixation in photosynthetic organisms 417 (0.56%) ko00710
Glycine, serine and threonine metabolism 412 (0.55%) ko00260
N-Glycan biosynthesis 409 (0.55%) ko00510
Fructose and mannose metabolism 409 (0.55%) ko00051
Homologous recombination 399 (0.53%) ko03440
Phenylalanine, tyrosine and tryptophan biosynthesis 386 (0.52%) ko00400
Alanine 
